. Codon usage frequency for the Gloeobacter genome. The frequency of the usage of each codon in the chromosome is shown in permillage of overall counts. Numerals in parentheses indicate the actual number of codons. apcB, apcC, apcD, apcE, apcF, atpA, atpB, atpC, atpD, atpE, atpF, atpG, atpH, atpI, btpA, ccmL, ccmM, ccmN, cpcE, cpcF, ctaB, cydA, cydB, cytM, ndhA, ndhB, ndhC, ndhE, ndhG, ndhI, petA, petG, petH, petN, psaA, psaC, psaD, psaE, psaF, psaL, psaM, psbB, psbE, psbF, psbH, psbI, psbJ, psbK, psbL, psbM, psbN, psbO, psbP, psbT, psbU, psbX, rbcL, rbcS 
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